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Correction
In our original article [1] a mistake was made in Figure  Four in the depiction of the structure of the Drosophila gene CG8561, now called Als or dAls (Drosophila acidlabile subunit). The correct structure is shown here in Figure 1 , based on a newly-available and slightly extended sequence of CG8561 from the Ensembl database (FBpp0086669). This gene should have been shown to encode a secreted protein with 29 LRR domains, an N-terminal LRR-NT and a C-terminal LRR-CT domain, based on the LRRscan programme output. Use of the new sequence does not alter the clustering relationships of the CG8561 protein, shown in Figure Two and in Additional Files Three-Five of the original paper. We note that these data, derived from TribeMCL, which simultaneously takes all pairwise relationships across all members of the proteomes of the four species used into account, do not pro-vide strong support for direct one-to-one orthology between CG8561 and mammalian Igfals.
The reassignment of structure also changes the figures in Table Two (shown here as Table 1 ). There should be 11 type I transmembrane and 4 secreted proteins in flies in the LRR-Tollkin subgroup. Table 1 . Protein names are shown below the corresponding structures (black, mammalian; blue, fly; red, worm). All figures are drawn to scale (see Key). Consensus architectures were derived for single proteins and across subfamilies from convergent evidence from motif and topology prediction programmes. Where there is a range in number of predicted LRRs or other domains across members of a subfamily, this is indicated next to the domain. A range in length of the cytoplasmic domain is similarly indicated, where it exceeds 20 amino acids. Tightly clustered subfamilies (e.g., Slits, Amigos) are listed under a single consensus architecture. Clusters with more structurally diverse proteins are indicated by the brackets; the numbers refer to e-value and inflation parameter at which the proteins cluster in the MCL programme. See Key for more information. 
